























































ていた．RNase Rhの触媒残基はHis46, Glu105, 
His109であると推定されており，これらを含




































RNase T2ファミリーは，200 ～ 240アミノ酸残




















RNase Mw Base specificity 
RNase A family   
RNase A 13,680 Pyrimidine 
RNase S   
RNase T1 family   
RNase T1  G 
RNase St ca. 11,000 G 
RNase Ms  G >> A, C, U 
RNase T2 family   
RNase T2  Non㧙specific 㧔A > G > C > U㧕 
RNase Rh ca. 25,000 Non㧙specific 㧔A > G > C > U㧕 


































































がらも親和性には差があり，その優先性はG > A 















































































































































































型2－5OASがATPか ら2－5Aを 合 成 し，（3）2
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Structure－function relationship studies on ribonucleases 
Kazuo T. Nakamura
Department of Physical Chemistry, School of Pharmacy, Showa University 
Abstract
The author started doing research at Showa University in October, 1992 and retired from the 
university at the end of March, 2011. During the period we determined many crystal structures 
of various kinds of proteins including a number of RNases. In this article an attempt is made to 
review the crystal determination work on a number of RNases which is the author’s lifework. 
The structure comparison, an amino acid sequence alignment of the RNase T2 enzymes, and 
comparison of the disulfide－bonding pattern of these enzymes show that the structure of 
RNase LE is the basic framework of the animal/plant subfamily of RNase T2 enzymes （including 
a self－incompatibility protein called S－RNase）, and the structure of RNase Rh is that of 
the fungal subfamily of RNase T2 enzymes （including RNase T2）. Superimposing the active－
site of the RNase LE with that of RNase Rh suggests that plant RNase LE has a very similar 
hydrolysis mechanism to that of fungal RNase Rh, and almost all the RNase T2 enzymes widely 
distributed in various species share a common catalytic mechanism.
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